Background
MicroRNAs, which are small ribonucleic acids that bind to 3'UTR regions of mRNAs by base complementation, play crucial roles in regulation of development and differention [1] . Herein we report on development of a web interfaced database, Bilkent University miRNA Sequence and Expression database [ Figure 1 ; http://139.179.97.62/ koray] that integrates the species-specific mature miRNA sequence information and a set of associated public microarray data as tabular and graphical summaries suplemented with statistical analyses http://www.biocon ductor.org. The database also makes use of GO annotation data of miRNAs targets to determine the significance of GO term enrichment in a subset of miRNAs.
Data and methods
Bilkent University miRNA sequence and expression database was constructed using Mysql version 14.7 on Suse
The interface of miRNA sequence and expression database Figure 1 The interface of miRNA sequence and expression database. 
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Results and conclusions
The database allows for selection of miRNAs based on their dinucleotide properties and reports expression pattern of this particular set of sequences (Figure 2 ).
High expression of hsa-mir-15a and hsa-mir-16, known to be deleted in chronic lymphocytic leukemia, was detected in bone marrow and spleen (Figure 2a) . Analysis of these miRNAs in terms of their targets resulted in significant representation of antiapoptosis and humoral immune response GO terms, both attributable to BCL-2 ( Figure 2b ). Although BCL2 is well known for its role in cell survival, there is no known direct relation of BCL-2 with immune response. Future studies involve integration of multiple species-specific gene expression data sets and implementation of correspondence analysis tools for multivariate analysis of sequence and expression data. The presented database will help understand miRNAs in a systems biology context via integration of the sequence, expression, and functional attributes.
